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10/506740 



^TQSRec'dPCT/PTO A3SEP20Q4 

SEQUENCE LISTING 



<110> DeveloGen AG fur entwicklungsbiologische Forschung 

<120> CG3842 homologous proteins involved in the regulation 
of energy homeostasis 

<130> 27673PWOAS 

<140> PCT/EP03/02363 
<141> 2003-03-07 

<150> EP02005141.3 
<151> 2002-03-07 

<160> 10 

<170> Patentln Ver. 2.1 

<210> 1 
<211> 1826 
<212> DNA 
<213> Human 

<400> 1 

aggactgtat gctgttctta aggactctct gcttcctgga caagctcaag ctaaggac 
ta 60 

catctcccag caggctgtgc tctgacagct cttggattta aataggattc tgggctct 
gc 120 

tcagagtcag gctgctgctc agcacccagg acggagagga gcagagaagc agcagaag 
ca 180 

gccaagagct ggagccagac caggaacctg agccagagct ggggttgaag ctggagca 
gc 240 

agcaaaagca acagcagcta cagaagttgg aacgatgctg gtcaccttgg gactgctc 
ac 300 

ctccttcttc tcgttcctgt atatggtagc tccatccatc aggaagttct ttgctggt 
gg 360 

agtgtgtaga acaaatgtgc agcttcctgg caaggtagtg gtgatcactg gcgccaac 
ac 420 

gggcattggc aaggagacgg ccagagagct cgctagccga ggagcccgag tctatatt 
gc 480 

ctgcagagat gtactgaagg gggagtctgc tgccagtgaa atccgagtgg atacaaag 
aa 540 

ctcccaggtg ctggtgcgga aattggacct atccgacacc aaatctatcc gagccttt 
gc 600 

tgagggcttt ctggcagagg aaaagcagct ccatattctg atcaacaatg cgggagta 
at 660 

gatgtgtcca tattccaaga cagctgatgg ctttgaaacc cacctgggag tcaaccac 
ct 720 

gggccacttc ctcctcacct acctgctcct ggagcggcta aaggtgtctg cccctgca 
eg 7 80 
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ggtgg ttaat g t,t=ctc gg t gg ctcacca catt gg caa g artcccttcc ac g acctc 
g a g c g a g aa g c,ctaca,ca gggg tttt g c =tatt g ccac a g caa g ct gg ccaat g t g 
ftt?aotc g t g a g ct gg c=a a gagg ctcca a gg cacc ggg g tca=cacct ac g ca g t g 
ccca ggCg tc g tcc g ctct g a g ct gg tcc g g cactcctc= ct g ct=t g cc t g ctct gg 
g 2tc°ttct C = cccttt g tca a g ac gg cac g gg a ggggg c g ca g acca g cc t g cact g c 
?St gg c? g a g gg cct gg a g = ccct g a g t gg caa g tacttc a g t g act g ca a g a gg acc 
ggtg tc?cca a, g ,c=c 9 aa ataacaaaac a g ct g a g c g c ctat gg aat g tca g ct g t 
r c ttc2a gg a atcc gg t ggg a g ta g ct gg t gg aa g a g =t g ca g =tttatc a gg cccaa 
^atfccataa tg a.ca, M a ccaa gg a,aa gg ccaa==ct aaa gg att g t cctctt gg 
a g ct gg t gC t waatcct, cct g ctct g a tcctctt g ac ccttct ggg a .tgtttgc 
acctfacact ctt g t g a g ac t gg cttat gg cat g a g tt g t gg a=acctat a g a g t g tt 
?ct"aa 9 ac ct gg aaa g tc a g =aaccctc t gggg ,ca g c a gg act ggg c a g atccca 
9 c? ggg =at gg ggg t gg =a g a a,a,cc= g a g aaatt ggg tc a g ttc C etca tca g caec 
a a gg «ca g ct ,a 9g caa 9 aa g a, C accatc act g c C tatt t=ta gggg ct atacactc 
"tcttggtt gatctctttc tttttaaaaa tatttgccac caccct gg a g tctagacc 
facacaaaga tc=t gg ctaa ccct gg c=ta ttt.,.ttcc ttcctctcac ct gg acct 
ccatttcaat =a tg ca g at g gtttcttttt g taaa g a g tt cc g ttt gC ct ttcaattt 



tt 1800 , 
agagaaaata aagactgcat tcatct 

1826 



<210> 2 
<211> 316 
<212> PRT 
<213> Human 



M^Leu val Thr Leu Gly Leu Leu T h r Ser Phe Phe Ser Phe Leu Tyr 

5 1° " 

„et val Ala Pro Ser lie Ar g Lys Phe Phe Ala Gly Gly Val Cys Ar g 

20 ^ 
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n Vn, Tvs Val Val Val He Thr Gly Ala Asn 
Thr Asn Val Gin Leu Pro Gly Lys Val 

40 45 



50 



55 



Arg Val Tyr He Ala Cys Arg Asp Val Leu Ly 



60 

Leu Lys Gly Glu Ser Ala Ala 

80 



70 75 



Leu Asp Leu Ser Asp Thr Lys Ser 



He Arg Ala Phe Ala Glu Gly Phe 



100 



105 



110 



Leu Ala Glu Glu Lys Gin Leu 



His He Leu He Asn Asn Ala Gly Val 



115 



120 



125 



Met Met Cys Pro Ty 



130 



r Ser Lys Thr Ala Asp Gly Phe Glu Thr His Leu 



135 



140 



Gly Val Asn His Leu Gly His Phe Leu 



Leu Thr Tyr Leu Leu Leu Glu 



145 



Arg Leu Lys 



150 



155 



160 



val ser Ala Pro Ala Arg Val Val Asn Val Ser Ser Val 



165 



170 



175 



Ala His His He Gly Lys lie Pro 
180 

Arg Tyr Ser Arg Gly Phe Ala Tyr 
195 200 



Phe His Asp Leu Gin Ser Glu Lys 



185 



190 



Cys His Ser Lys Leu Ala Asn Val 

205 



210 

Thr Tyr Ala Val 
225 



215 



220 



His Pro Gly Val Val Arg Ser Glu Leu Val Arg His 

240 



230 



235 
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Ser Ser Leu Leu Cys Leu Leu Trp Arg Leu Phe Ser Pro Phe Val Lys 

245 250 255 

Thr Ala Arg Glu Gly Ala Gin Thr Ser Leu His Cys Ala Leu Ala Glu 

260 265 270 

Gly Leu Glu Pro Leu Ser Gly Lys Tyr Phe Ser Asp Cys Lys Arg Thr 

275 280 285 

Trp Val Ser Pro Arg Ala Arg Asn Asn Lys Thr Ala Glu Arg Leu Trp 

290 295 300 

Asn Val Ser Cys Glu Leu Leu Gly lie Arg Trp Glu 
305 310 315 



<210> 3 
<211> 2538 
<212> DNA 
<213> Human 

<400> 3 

gctggagcat cccgctctgg tgccgctgca gccggcagag atggttgagc tcatgttc 
cc 60 

gctgttgctc ctccttctgc ccttccttct gtatatggct gcgccccaaa tcaggaaa 
at 120 

gctgtccagt ggggtgtgta catcaactgt tcagcttcct gggaaagtag ttgtggtc 
ac 180 

aggagctaat acaggtatcg ggaaggagac agccaaagag ctggctcaga gaggagct 
eg 240 

agtatattta gettgeeggg atgtggaaaa gggggaattg gtggccaaag agatccag 
ac 300 

cacgacaggg aaccagcagg tgttggtgcg gaaactggac ctgtctgata ctaagtct 
at 3 60 

tcgagctttt gctaagggct tcttagctga ggaaaagcac ctccacgttt tgatcaac 
aa 420 

tgcaggagtg atgatgtgtc cgtactcgaa gacagcagat ggctttgaga tgcacata 
gg 480 

agtcaaccac ttgggtcact tcctcctaac ccatctgctg ctagagaaac taaaggaa 
tc 540 

agccccatca aggatagtaa atgtgtcttc cctcgcacat cacctgggaa ggatccac 
tt 600 

ccataacctg cagggegaga aattctacaa tgcaggcctg gcctactgtc acagcaag 
ct 660 

agccaacatc ctcttcaccc aggaactggc ceggagacta aaaggctctg gcgttacg 
ac 720 
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gtattctgta caccctggca cagtccaatc 
ag 780 

atggatgtgg tggcttttct cctttttcat 
ag 840 

cctgcactgt gccttaacag aaggtcttga 
tg 900 

tcatgtggca tgggtgtctg tccaagctcg 
ga 960 

cgtcagttgt gacctgctgg gcctcccaat 
aa 1020 

gagaagactg cagcagacta cacagtactt 
tt 1080 

caaaaccttt agcacaaaga gagcaaaacc 
ta 1140 

aaactcagtg tactgccaga ttcgtctaaa 
tc 1200 

tgttactgcc agagttacta gagatatcat 
tg 12 60 

cacagctcat tttccttctg aaagaaacta 
gg 1320 

atgatttatg caaatttgaa ctagcttctt 
cc 1380 

agtcttcact tcaagagggc cacactgcaa 
gg 1440 

ctcaggagca gggcttgccc aggcatggtg 
ag 1500 

cctggccaac atggtgaaac cccacctcta 
tt 1560 

cctgtttatg tgtgccaagg gagtattttc 
ga 162 0 

ga.tggagcaa accagtgcca tccagtcttt 
ag 1680 

attctgtata tgttggtaac tacccaccaa 
aa 1740 

aaagagaagg agaatactgg aagataatgc 
ac 1800 

tagcccttta aggattaact agttaaggat 
ca 1860 

tagctatgga ggaattgagg gcaagcaccc 
gt 1920 

gtggcaaaaa aaaaaaaaaa aaaaaaaaaa 
aa 1980 

acaattcttc attcagaaaa attatcttag 
ta 2040 

ataatatttt ggggcatttc cttacattgt 
aa 2100 

ttttgtattt tatttggaga cttcttatca 
ga 2160 

attagtagtg ttcccatcac ttgtttggag 
tg 2220 

gaatgacaat tatattttaa ctttggtggg 
ct 2280 



tgaactggtt 


cggcactcat 


ctttcatg 


caagactcct 


cagcagggag 


cccagacc 


gattctaagt 


gggaatcatt 


tcagtgac 


taatgagact 


atagcaaggc 


ggctgtgg 


agactaacag 


gcagtgccag 


ttggaccc 


cttgtcaaaa 


tgattctcct 


tcaaggtt 


ttccagcctt 


gcctgcttgg 


tgtccagt 


tgtctgtcat 


gtccagattt 


actttgct 


aataggataa 


gaagaccctc 


atatgacc 


ctacctagga 


gaatctaagc 


tatagcag 


tgttcacaat 


tcagttcctc 


ccaaccaa 


cctcagctta 


acatgaataa 


caaagact 


gatcaccgga 


ggtcagtagt 


tcaagacc 


ctaaaaattg 


tgtatatctt 


tgtgtgtc 


acaaagttca 


aaacagccac 


aataatca 


atgcaaatga 


aatgctgcaa 


agggaagc 


gagcacatgg 


gtagcaggga 


agaagtaa 


acaaaatgaa 


gggactagtt 


aaggatta 


taatagcaaa 


agatattaaa 


tatgctaa 


aggactgatg 


aggtcttaac 


aaaaacca 


aaaaatccta 


aaaacaaaca 


aacaaaaa 


ggactgatat 


tggtaattat 


ggtcaatt 


cttgacaaga 


ttaaaatgtc 


tgtgccaa 


aaagtaatgc 


tgccaaagga 


agtctaag 


tgtgctattc 


taaaagattt 


tgatttcc 


ggaaagagtt 


ataggaccac 


agtcttca 
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tctgatactt gtaaattaat cttttattgc acttgttttg accattaagc tatatgtt 
ta 2340 

gaaatggtca ttttacggaa aaattagaaa aattctgata atagtgcaga ataaatga 
at 2400 

taatgtttta cttaatttat attgaactgt caatgacaaa taaaaattct ttttgatt 
at 2460 

tttttgtttt catttaccag aataaaaact aagaattaaa agtttgatta cagtcaaa 
aa 2520 

aaaaaaaaaa aaaaaaaa 
2538 



<210> 4 
<211> 318 
<212> PRT 
<213> Human 

<400> 4 

Met Val Glu Leu Met Phe Pro Leu Leu Leu Leu Leu Leu Pro Phe Leu 

15 10 15 

Leu Tyr Met Ala Ala Pro Gin lie Arg Lys Met Leu Ser Ser Gly Val 

20 25 30 

Cys Thr Ser Thr Val Gin Leu Pro Gly Lys Val Val Val Val Thr Gly 

35 40 45 

Ala Asn Thr Gly lie Gly Lys Glu Thr Ala Lys Glu Leu Ala Gin Arg 

50 55 60 

Gly Ala Arg Val Tyr Leu Ala Cys Arg. Asp Val Glu Lys Gly Glu Leu 
65 70 75 80 

Val Ala Lys Glu lie Gin Thr Thr Thr Gly Asn Gin Gin Val Leu Val 

85 90 95 

Arg Lys Leu Asp Leu Ser Asp Thr Lys Ser lie Arg Ala Phe Ala Lys 

100 105 110 

Gly Phe Leu Ala Glu Glu Lys His Leu His Val Leu lie Asn Asn Ala 

115 120 125 

Gly Val Met Met Cys Pro Tyr Ser Lys Thr Ala Asp Gly Phe Glu Met 
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130 135 140 

His lie Gly Val Asn His Leu Gly His Phe Leu Leu Thr His Leu Leu 
145 150 155 160 

Leu Glu Lys Leu Lys Glu Ser Ala Pro Ser Arg lie Val Asn Val Ser 

165 170 175 

Ser Leu Ala His His Leu Gly Arg lie His Phe His Asn Leu Gin Gly 

180 185 190 

Glu Lys Phe Tyr Asn Ala Gly Leu Ala Tyr Cys His Ser Lys Leu Ala 

195 200 . 205 

Asn lie Leu Phe Thr Gin Glu Leu Ala Arg Arg Leu Lys Gly Ser Gly 

210 215 220 

Val Thr Thr Tyr Ser Val His Pro Gly Thr Val Gin Ser Glu Leu Val 
225 230 235 240 

Arg His Ser Ser Phe Met Arg Trp Met Trp Trp Leu Phe Ser Phe Phe 

245 250 255 

lie Lys Thr Pro Gin Gin Gly Ala Gin Thr Ser Leu His Cys Ala Leu 

260 265 270 

Thr Glu Gly Leu Glu lie Leu Ser Gly Asn His Phe Ser Asp Cys His 

275 280 285 

Val Ala Trp Val Ser Val Gin Ala Arg Asn Glu Thr lie Ala Arg Arg 

290 295 300 

Leu Trp Asp Val Ser Cys Asp Leu Leu Gly Leu Pro lie Asp 
305 310 315 



<210> 5 
<211> 17 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: forward primer 
<400> 5 

caagggcccg gaacaag 
17 



<210> 6 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: reverse primer 
<400> 6 

tggattccta gaagctcgca g 
21 



<210> 7 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: taqman probe 
<400> 7 

aacagctgag cgattgtgga acgtca 
26 



<210> 8 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: forward primer 
<400> 8 

aatccaggac tacatttccc agag 
24 



<210> 9 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: reverse primer 
<400> 9 

cctagacaca ccccggttca 
20 



<210> 10 
<211> 22 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: taqman probe 
<400> 10 

ctttgctccc tggcggttgc ag 
22 
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